Figure 1 



CTAAAAAATATGTTCTCTACAACACCAAGGCTCATTAAAATATTTTAAATATT 
AATATACATTTCTTCTGTCAGAAATACATAAAACTTTATTATATCAGCGCAGG 
5 GCGGCGCGGCGTCGGTCGCGGGAGCAGAACCCGGCTTTTTCTTGGAGCGACG 
CTGTCTCTAGTCGCTGATCCCAAATGCACCGGCTCATCTTTGTCTACACTCTA 
ATCTGCGCAAACTTTTGCAGCTGTCGGGACACTTCTGCAACCCCGCAGAGCG 
CATCCATCAAAGCTTTGCGCAACGCCAACCTCAGGCGAGATGAGAGCAATCA 
CCTCACAGACTTGTACCGAAGAGATGAGACCATCCAGGTGAAAGGAAACGG 
|s . 10 CTACGTGCAGAGTCCTAGATTCCCGAACAGCTACCCCAGGAACCTGCTCCTG 
O ACATGGCGGCTTCACTCTCAGGAGAATACACGGATACAGCTAGTGTTTGACA 
,r s ATCAGTTTGGATTAGAGGAAGCAGAAAATGATATCTGTAGGTATGATTTTGT 
jj GGAAGTTGAAGATATATCCGAAACCAGTACCATTATTAGAGGACGATGGTGT 
JJ] GGACACAAGGAAGTTCCTCCAAGGATAAAATCAAGAACGAACCAAATTAAA 
1" 15 ATCACATTCAAGTCCGATGACTACTTTGTGGCTAAACCTGGATTCAAGATTTA 

(3 TTATTCTTTGCTGGAAGATTTCCAACCCGCAGCAGCTTCAGAGACCAACTGGG 

]== 

(3 AATCTGTCACAAGCTCTATTTCAGGGGTATCCTATAACTCTCCATCAGTAACG 
g GATCCCACTCTGATTGCGGATGCTCTGGACAAAAAAATTGCAGAATTTGATA 
ry CAGTGGAAGATCTGCTCAAGTACTTCAATCCAGAGTCATGGCAAGAAGATCT 
20 TGAGAATATGTATCTGGACACCCCTCGGTATCGAGGCAGGTCATACCATGAC 
CGGAAGTCAAAAGTTGACCTGGATAGGCTCAATGATGATGCCAAGCGTTACA 
GTTGCACTCCCAGGAATTACTCGGTCAATATAAGAGAAGAGCTGAAGTTGGC 
CAATGTGGTCTTCTTTCCACGTTGCCTCCTCGTGCAGCGCTGTGGAGGAAATT 
GTGGCTGTGGAACTGTCAACTGGAGGTCCTGCACATGCAATTCAGGGAAAAC 
25 CGTGAAAAAGTATCATGAGGTATTACAGTTTGAGCCTGGCCACATCAAGAGG 
AGGGGTAGAGCTAAGACCATGGCTCTAGTTGACATCCAGTTGGATCACCATG 
AACGATGTGATTGTATCTGCAGCTCAAGACCACCTCGATAAGAGAATGTGCA 
CATCCTTACATTAAGCCTGAAAGAACCTTTAGTTTAAGGAGGGTGAGATAAG 
AGACCCTTTTCCTACCAGCAACCAAACTTACTACTAGCCTGCAATGCAATGAA 
30 CACAAGTGGTTGCTGAGTCTCAGCCTTGCTTTGTTAATGCCATGGCAAGTAGA 
AAGGTATATCATCAACTTCTATACCTAAGAATATAGGATTGCATTTAATAATA 
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GTGTTTGAGGTTATATATGCACAAACACACACAGAAATATATTCATGTCTATG 

TGTATATAGATCAAATGTTTTTTTTGGTATATATAACCAGGTACACCAGAGCT 

TACATATGTTTGAGTTAGACTCTTAAAATCCTTTGCCAAAATAAGGGATGGTC 

AAATATATGAAACATGTCTTTAGAAAATTTAGGAGATAAATTTATTTTTAAAT 

TTTGAAACACAAAACAATTTTGAATCTTGCTCTCTTAAAGAAAGCATCTTGTA 

TATTAAAAATCAAAAGATGAGGCTTTCTTACATATACATCTTAGTTG (SEQ ID 

NO:50) 



ABX-Cur2patapp.l 



-77- 



Figure 2 



1 CTAAAAAATATGTTCTCTACAACACCAAGGCTCATTAAAATATTT 
4 6 TAAATATTAATATACATTTCTTCTGTCAGAAATACATAAAACTTT 
9 1 ATT AT ATC AGC GC AGGGC GGCGCGGC GTCGGTC C C GGG AGC AG AA 
136 C C C GGC TTTTTCTTGGAGC G AC GCTGTCTC T AGTC GC TGATC CCA 

181 AATGC ACCGGCTCATCTTTGTCTACACTCTAATCTGCGC AAACTT 
MetHisArgLeuIlePheValTyrThrLeuIleCysAlaAsnPhe 

226 TTGCAGCTGTCGGGACACTTCTGCAACCCCGCAGAGCGCATCCAT 
CysSerCysArgAspThrSerAlaThrProGlnSerAlaSerlle 

271 C AAAGC TTTGC GC AAC GC C AAC C TC AGGC G AG ATGAGAGC AATC A 
LysAlaLeuArgAsnAlaAsnLeuArgArgAspGluSerAsnHis 

316 CCTCACAGACTTGTACCGAAGAGATGAGACCATCCAGGTGAAAGG 
LeuThrAspLeuTyrArgArgAspGluThrlleGlnValLysGly 

361 AAACGGC T AC GTGC AG AGTC CTAG ATTC C C GAAC AGC T AC CC C AG 
AsnGlyTyrValGlnSerProArgPheProAsnSerTyrProArg 

406 GAACCTGCTCCTGAC ATGGCGGCTTC ACTCTCAGGAGAATACACG 
AsnLeuLeuLeuThrTrpArgLeuHi s SerGlnGluAsnThr Arg 

451 GATAC AGCTAGTGTTTGAC AATCAGTTTGGATTAGAGGAAGC AGA 
I leGlnLeuVal PheAspAsnGlnPheGlyLeuGluGluAlaGlu 

496 AAATGATATCTGTAGGTATGATTTTGTGGAAGTTGAAGATATATC 
AsnAspIleCysArgTyrAspPheValGluValGluAspIleSer 

541 CGAAACCAGTACCATTATTAGAGGACGATGGTGTGGACACAAGGA 
GluThrSerThrllelleArgGlyArgTrpCysGlyHisLysGlu 

586 AGTTCCTCCAAGGATAAAATC AAGAACGAACC AAATTAAAATC AC 
Val ProPr oArg 1 1 eLy s Ser ArgThr AsnGlnl 1 eLy s 1 1 eThr 

631 ATTC AAGTC C G ATGAC TAC TTTGTGGCT AAAC C TGGATTC AAG AT 
PheLysSerAspAspTyrPheValAlaLysProGlyPheLysIle 

676 TTATTATTCTTTGCTGGAAGATTTCCAACCCGC AGC AGCTTC AGA 
TyrTyrSerLeuLeuGluAspPheGlnProAlaAlaAlaSerGlu 
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721 GACCAACTGGGAATCTGTCACAAGCTCTATTTCAGGGGTATCCTA 
ThrAsnTrpGluSerValThrSerSerlleSerGlyValSerTyr 

5 766 T AAC TC TC C ATC AGT AAC GG ATC C C AC TC TG ATTGC GG ATGC TC T 

AsnSerProSerValThrAspProThrLeuIleAlaAspAlaLeu 

811 GGACAAAAAAATTGC AGAATTTGATAC AGTGGAAGATCTGCTC AA 
AspLysLysIleAlaGluPheAspThrValGluAspLeuLeuLys 

10 

856 GTACTTC AATCC AGAGTC ATGGCAAGAAGATCTTGAGAATATGTA 
TyrPheAsnProGluSerTrpGlnGluAspLeuGluAsnMetTyr 

901 TCTGGACACCCCTCGGTATCGAGGCAGGTCATACCATGACCGGAA 
1 5 LeuAspThr ProArgTyr ArgGlyArgSerTyrH i s AspAr gLy s 

946 GTC AAAAGTTGAC C TGG AT AGGC TC AATG ATG ATGC C AAGC GTTA 
SerLysValAspLeuAspArgLeuAsnAspAspAlaLysArgTyr 

20 991 C AGTTGC AC TC C C AGG AATT AC TC GGTC AAT ATAAGAG AAG AGC T 

SerCysThrProArgAsnTyrSerValAsnlleArgGluGluLeu 

1036 GAAGTTGGC C AATGTGGTC TTC TTTC C AC GTTGC CTCCTCGTGCA 
LysLeuAlaAsnValValPhePheProArgCysLeuLeuValGln 

25 

1081 GCGCTGTGGAGGAAATTGTGGCTGTGGAACTGTCAACTGGAGGTC 
ArgCysGlyGlyAsnCysGlyCysGlyThrValAsnTrpArgSer 

1126 CTGCACATGCAATTC AGGGAAAACCGTGAAAAAGTATC ATGAGGT 
30 CysThrCysAsnSerGlyLysThrValLysLysTyrHisGluVal 

1171 ATTACAGTTTGAGCCTGGCC AC ATC AAGAGGAGGGGTAGAGCTAA 
LeuGlnPheGluProGlyHisIleLysArgArgGlyArgAlaLys 

35 1216 GACCATGGCTCTAGTTGACATCCAGTTGGATCACCATGAACGATG 

ThrMetAlaLeuValAspIleGlnLeuAspHisHisGluArgCys 

1261 TG ATTGT ATC TGC AGC TC AAGAC C AC CTCG AT AAGAGAATGTGC A 
AspCysIleCysSerSerArgProProArg (SEQ ID NO: 12) 

40 

1306 CATC CTTAC ATT AAGC C TG AAAG AAC C TTT AGTTTAAGG AGGGTG 
1351 AGATAAGAGACCCTTTTCCTACCAGCAACCAAACTTACTACTAGC 
1396 CTGCAATGCAATGAACAC AAGTGGTTGCTGAGTCTCAGCCTTGCT 
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1441 TTGTTAATGCC ATGGC AAGTAGAAAGGTATATC ATC AACTTCTAT 
1486 ACCTAAGAATATAGGATTGCATTTAATAATAGTGTTTGAGGTTAT 
1531 ATATGCAC AAAC AC AC ACAGAAATATATTC ATGTCTATGTGTATA 
1576 TAGATCAAATGTTTTTTTTGGTATATATAACC AGGTAC ACC AGAG 
1621 C TT AC ATATGTTTG AGTT AGAC TC TT AAAATC C TTTGC C AAAAT A 
1666 AGGGATGGTC AAATATATGAAACATGTCTTTAGAAAATTTAGGAG 
1711 ATAAATTTATTTTTAAATTTTGAAACACAAAAC AATTTTGAATCT 
1756 TGCTC TC TT AAAGAAAGC ATC TTGT AT ATTAAAAATC AAAAG ATG 
1801 AGGCTTTCTTACATATACATCTTAGTTG ( SEQ ID NO: 50) 
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A -- Cur2 1.6 heavy chain nucleotide sequence 

5 GAGGTGCAGCTGGTGGAGTCTGGGGGAGGCCTGGTCAAGCCTGGGGGGTCCC 
TGAGACTCTCCTGTGCAGCCTCTGGATTCAACTTCAGAACCTATAACATGAAC 
TGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTCTCATCCATTAGTA 
GTAGTAGTAGTAACATATACTACGCAGACTCAGTGAAGGGCCGATTCACCAT 
CTCCAGAGACAACGCCAAGAACTCACTGTATCTGCAAATGAACAGCCTGAGA 

10 GCCGAGGACACGGCTGTATATTACTGTGCGAGAGATATTATGATTACGTTTG 
GGGGAATTATCGCCTCGTTCTACTTTGACTACTGGGGCCAGGGAACCCTGGTC 
ACCGTCTCCTCAG (SEQ ID NO:55) 



l=i B — Cur2 1.6 heavy chain amio acid sequence 

5 15 

g E VQL VES GGGLVKPGGSLRLSC A AS GFNFRT YNMNW VRQ APGKGLEW VS SIS S S 

U SSNIYYADSVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCARDIMITFGGIIAS 

m F YFD YWGQGTLVT VS S (SEQ ID NO: 13) 

m 

O 

„ 20 C -- Cur2 1.6 light chain nucleotide sequence 

O 

H GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 

□ AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 

H TTTCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 

S 25 GTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 

m ATTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 

GTCTACAGCATAATAGTTACCCGCTCACTTTCGGCGGAGGGACCAAGGTGGA 

GATCAAAC (SEQ ID NO:56) 



30 D ~ Cur2 1.6 light chain amino acid sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWFQQKPGKAPKRLIYAASSLQ 
SGVPSRFSGSGSGTEFTLTISSLQPEDFATYYCLQHNSYPLTFGGGTKVEIK (SEQ 
ID NO: 14) 

35 
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Figure 4 



A ~ Cur2 1.11 heavy chain nucleotide sequence 

5 GAGGTGCAGCTGGTGCAGTCTGGAGGAGGCTTGATCCAGCCTGGGGGGTCCC 
TGAGACTCTCCTGTGCAGCCTCTGGGTTCACCGTCAGTAGCAACTACATGAGC 
TGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTCTCAGTTATTTATA 
GCGGTGGTAGCACATACTACGCAGACTCCGTGAAGGGCCGATTCACCATCTC 
CAGAGACAATTCCAAGAACACGCTGTATCTTCAAATGAACAGCCTGAGAGCC 

10 GAGGACACGGCCGTGTATTACTGTGCGGGAACGGTGACTACGAATTACTACT 
ACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACCGTCTCCTCAG (SEQ 
ID NO:57) 



p B -- Cur2 1.11 heavy chain amino acid sequence 

f =i 15 EVQLVQSGGGLIQPGGSLRLSCAASGFTVSSNYMSWVRQAPGKGLEWVSVIYSG 
f: GSTYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCAGTVTTNYYYGM 
m D VWGQGTTVTVSS (SEQ ID NO: 1 5) 

| 

^ C -- Cur2 1.11 light chain nucleotide sequence 

Q 20 GATATTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCC 
\' 1 GGCCTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCAAAGTAATGGATAC 
p AACTATTTGGATTGGTACCTGCAGAAGCCAGGGCAGTCTCCACAGCTCCTGA 
ij TCTATTTGGGTTCTAATCGGGCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGT 
S GGATCAGGCACAGATTTTACACTGAAAATCAGCAGAGTGGAGGCTGAGGATG 

l% * 25 TTGGGGTTTATTACTGCATGCAAGCTCTACAAACTCTCACTTTCGGCGGAGGG 
ACCAAGGTGGAGATCAAAC (SEQ ID NO:58) 



D - Cur2 1.11 light chain amino acid sequence 

DIVMTQSPLSLPVTPGEPASISCRSSQSLLQSNGYNYLDWYLQKPGQSPQLLIYLG 
30 SNRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQALQTLTFGGGTKVEI 
K (SEQ ID NO: 16) 
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A - Cur2 1.17 heavy chain nucleotide sequence 

5 

CAGGTGCAGCTGGTGGAGTCGGGGGGAGGCGTGGTCCAGCCTGGGAAGTCCC 
TGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGTAGCTATGGCATGCAC 
TGGGTCCGCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAGTTATATGGT 
ATGATGGAAGTAATAAATACTATGCAGACTCCGTGAAGGGCCGATTCACCAT 
10 CTCCAGAGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTGAGA 
GCCGAGGACACGGCTGTGTATTACTGTGCGAGAGATCAAGGATACAGATATG 
CTGGTTACTACTACGACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGT 
CACCGTCTCCTCAG (SEQ ID NO:59) 

r 15 B - Cur2 1.17 heavy chain protein sequence 

s 

,£ QVQLVESGGGVVQPGKSLRLSCAASGFTFSSYGMHWVRQAPGKGLEWVAVIW 
M YDGSNKYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARDQGYRYA 
m GYYYDYGMDVWGQGTTVTVSS (SEQ ED NO: 17) 

2 20 

C - Cur2 1.17 light chain nucleotide sequence 

H GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 
J-i AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 
Q 25 TATCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 
C) GTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 
PJ ATTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 

GTCTACAGCATAATAGTTACCCGCTCACTTTCGGCGGAGGGACCAAGGTGGA 

GATCAAAC (SEQ ID NO:60) 

30 

D -- Cur2 1.17 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKRLIYAASSLQ 
SGVPSRFSGSGSGTEFTLTISSLQPEDFATYYCLQHNSYPLTFGGGTKVEIK (SEQ 
35 ID NO: 18) 
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A - Cur2 1.18 heavy chain nucleotide sequence 

5 

CAGGTGCAGCTGGTGCAGTCGGGGGCTGAGGTGAAGAAGCCTGGGGCCTCA 
GTGAAGGTCTCCTGCAAGGCTTCTGGATACACCTTCACCAGTTATGATATCAA 
CTGGGTGCGACAGGCCACTGGACAAGGGCTTGAGTGGATGGGATGGATGAA 
CCCAAACAGTGGTAACACAGGCTATGCACAGAAGTTCCAGGGCAGAGTCACC 
10 ATGACCAGGAACACCTCCATAAGCACAGCCTACATGGAGCTGAGCAGCCTGA 
GATCTGAGGACACGGCCGTGTATTACTGTGCGAGAGAGGGTATAGCAGTGGC 
TGGGACATACTACTACTACTACGGTATGGACGTCTGGGGCCAAGGGACCACG 
GTCACCGTCTCCTCAG (SEQ ID NO:61) 

I- 1 15 B ~ Cur2 1.18 heavy chain protein sequence 

□ 

C ' QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYDINWVRQATGQGLEWMGWM 
f: NPNSGNTGYAQKFQGRVTMTRNTSISTAYMELSSLRSEDTAVYYCAREGIAVAG 
gj TYYYYYGMDVWGQGTTVTVSS (SEQ D NO: 19) 

m 20 

H C — Cur2 1 . 1 8 light chain nucleotide sequence 

O GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 
H AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 

0 25 TATCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 
S J GTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 
3 ATTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTTCT 

1 tf GTCTACAGCATAATAGTTACCCATTCACTTTCGGCCCTGGGACCAAAGTGGAT 

ATCAAAC (SEQ ID NO:62) 

30 

D ~ Cur2 1.18 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKRLIYAASSLQ 
SGVPSRFSGSGSGTEFTLTISSLQPEDFATYFCLQHNSYPFTFGPGTKVDIK (SEQ 
35 ID NO:20) 
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A - Cur2 1.19 heavy chain nucleotide sequence 

5 CAGGTGCAGCTGGTGCAGTCTGGGGCTGAGGTGAAGAAGCCTGGGGCCTCAG 
TGAAGGTCTCCTGCAAGGCTTCTGGATACACCTTCACCAGTTATGATATCAAC 
TGGGTGCGACAGGCCACTGGACAAGGGCTTGAGTGGATGGGATGGATGAAC 
CCTAACAGTGGTAACACAGGCTATGCACAGAAGTTCCAGGGCAGAGTCACCA 
TGACCAGGAACACCTCCATAAGCACAGCCTACATGGAGCTGAGCAGCCTGAG 
10 ATCTGAGGACACGGCCGTGTATTACTGTGCGAGAGACGTTATGATTACGTTTG 
GGGGAGTTATCGTGCACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGT 
CACCGTCTCCTCAG (SEQ ID NO:63) 

|«t 

i«5 B - Cur2 1.19 heavy chain amino acid sequence 

S 15 

,1; QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYDINWVRQATGQGLEWMGWM 
\,% NPNSGNTGYAQKFQGRVTMTRNTSISTAYMELSSLRSEDTAVYYCARDVMITFG 
03 G VI VH YGMD VWGQGTT VT VS S (SEQ ID NO:21) 

01 

O 20 C ~ Cur2 1.19 light chain nucleotide sequence 

GAC ATCC AGATGACCC AGTCTCC ATCCTCCCTGTCTGCATCTGTAGGAGAC AG 
!=t AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 
Ifi TATCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 
H 25 GTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 
flj TTTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 

GTCTACAGCATAATAGTGACCCGTGCAGTTTTGGCCAGGGGACCAAGCTGGA 

GATCAGAC (SEQ ID NO:64) 



30 D — Cur2 1.19 light chain amino acid sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKRLIYAASSLQ 
SGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCLQHNSDPCSFGQGTKLEIR (SEQ 
ID NO:22) 

35 
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Figure 8 



A ~ Cur2 1.23 heavy chain nucleotide sequence 



5 GAGGTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCT 
CTGAAGATCTCCTGTGAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGG 
CTGGGTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTAT 
CCTGGTGACTCTGATACCAGATACAGCCCGTCCTTCCAAGGCCAGGTCACCA 
TCTCAGCCGACAAGTCCATCAGCACCGCCTACCTGCAGTGGAGCAGCCTGAA 

10 GGCCTCGGACACCGCCATGTATTACTGTGCGAGACATGTATCGTATTACTATG 
TTTCGGGGAGTTATTATAACGTCTTTGACTACTGGGGCCAGGGAACCCTGGTC 
ACCGTCTCCTCAG (SEQ ID NO:65) 



M B ~ Cur2 1.23 heavy chain amino acid sequence 

Q 

p 15 EVQLVQSGAEVKKPGESLKISCEGSGYSFTSYWIGWVRQMPGKGLEWMGnYPG 

J DSDTRYSPSFQGQVTISADKSISTAYLQWSSLKASDTAMYYCARHVSYYYVSGS 

j»* YYNVFDYWGQGTLVTVSS (SEQ ID NO:23) 

l» 
01 

Q C -- Cur2 1.23 light chain nucleotide sequence 

J., 20 GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 

if AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 

j-J TATCAGCAGATACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 

Q GTTTGCAACGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 

Q ATTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 

|1J 25 GTCTACAGCATAATAGTTACCCGTGGACGTTCGGCCAAGGGACCAAGGTGGA 
AATCAAAC (SEQ ID NO:66) 



D ~ Cur2 1.23 light chain amino acid sequence 

DIQMTQSPSSLSASVGDRVTTTCRASQGIRNDLGWYQQIPGKAPKRLIYAASSLQR 
30 GVPSRFSGSGSGTEFTLTISSLQPEDFATYYCLQHNSYPWTFGQGTKVEIK (SEQ 
ID NO:24) 
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A — Cur2 1.24.1 heavy chain nucleotide sequence 

5 

CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCC 
TGAGACTCTCCTGTGCAGCGTCTGGATTCAGTTTCAGTAGCTATGGCATGCAC 
TGGGTCCGCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAGATATATGGT 
ATGATGGAAGTAATAAATACTATGCAGACTCCGTGAAGGGCCGATTCACCAT 
10 CTCCAGAGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTGAGA 
GCCGAGGACACGGCTGTGTATTATTGTGCGAGAGATCAGGGATACAGCTATG 
GTTACGTCTACTACGACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGT 
CACCGTCTCCTCAG (SEQ ID NO:67) 

15 B ~ Cur2 1.24.1 heavy chain protein sequence 

I b4 

!~j QVQLVESGGGVVQPGRSLRLSCAASGFSFSSYGMHWVRQAPGKGLEWVADIW 

I* YDGSNKYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARDQGYSYG 

£ YVYYDYGMDVWGQGTTVTVSS (SEQ ID NO:25) 

m 20 

ill C -- Cur2 1.24.1 light chain nucleotide sequence 

O 

GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 
Q AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 
t 25 TATCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 
j=* GTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 
,2j GTTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 
m GTCTACAGCATAATAGTTACCCGTGGACGTTCGGCCAAGGGACCAAGGTGGA 
5 AATCAAAC (SEQ ID NO:68) 

30 

D ~ Cur2 1.24.1 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKRLIYAASSLQ 
SGVPSRFSGSGSGTEFTLTISSLQPEDFATYYCLQHNSYPWTFGQGTKVEIK (SEQ 
35 ID NO: 26) 
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A -- Cur2 1.25.1 heavy chain nucleotide sequence 

5 GAGGTGCAGCTGGTGCAGTCGGGAGCAGAGGTGAAAAAGCCCGGGGAGTCT 
CTGAAGATCTCCTGTAAGGGTTCTGGATACAGGTTTACCAGCTACTGGATCGG 
CTGGGTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTAT 
CCTGGTGACTCTGATACCAGATACAGCCCGTCCTTCCAAGGCCAGGTCACCA 
TCTCAGCCGACAAGTCCATCAGCACCGCCTACCTGCAGTGGAGCAGCCTGAA 
10 GGCCTCGGACACCGCCATGTATTACTGTGCGAGACATGGATCGTATTATTATG 
GTTCGGAGACTTATTATAATGTCTTTGACTACTGGGGCCAGGGAACCCTGGTC 
ACCGTCTCCTCAG (SEQ ID NO:69) 

B -- Cur2 1.25.1 heavy chain protein sequence 

15 

|:i EVQLVQSGAEVKKPGESLKISCKGSGYRFTSYWIGWVRQMPGKGLEWMGIIYPG 
|:J DSDTRYSPSFQGQVTISADKSISTAYLQWSSLKASDTAMYYCARHGSYYYGSET 
'j= YYNVFDYWGQGTLVTVSS (SEQ ID NO:27) 

M 

pi 20 C - Cur2 1.25.1 light chain nucleotide sequence 

ffi 

□ GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 
AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 

□ TATCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 
t 25 GTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 
R ATTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 
2 GTCTACAGCATAATAGTTACCCGTGGACGTTCGGCCAAGGGACCAAGGTGGA 

AATCAAAC (SEQ ID NO:70) 

30 D — Cur2 1.25.1 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKRLIYAASSLQ 
SGVPSRFSGSGSGTEFTLTISSLQPEDFATYYCLQHNSYPWTFGQGTKVEIK (SEQ 
IDNO:28) 

35 
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A - Cur2 1.29 heavy chain nucleotide sequence 

5 GAGGTGCAGCTGGTGCAGTCGGGAGCAGAGGTGAAAAAGCCCGGGGAGTCT 
CTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGG 
CTGGGTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTAT 
CCTGGTGACTCTGATACCAGATACAGCCCGTCCTTCCAAGGCCAGGCCACCA 
TCTCAGCCGACAAGTCCATCAGCACCGCCTACCTGCAGTGGAGCAGCCTGAA 

10 GGCCTCGGACACCGCCATGTATTACTGTGCGAGACACGTGGATGTAGGGGCT 
ACGATTGGGGGATATTACTATTACTACCACGGTATGGACGTCTGGGGCCAAG 
GGACCACGGTCACCGTCTCCTCAG (SEQ ID NO:71) 

B -- Cur2 1.29 heavy chain protein sequence 

15 

H EVQLVQSGAEVKKPGESLKISCKGSGYSFTSYWIGWVRQMPGKGLEWMGnYPG 
U DSDTRYSPSFQGQATISADKSISTAYLQWSSLKASDTAMYYCARHVDVGATIGG 
□ YYYYYHGMDVWGQGTTVTVSS (SEQ ID NO:29) 

j~~ 20 C -- Cur2 1.29 light chain nucleotide sequence 

01 

?j GATATTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCC 

|T GGCCTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCATAGTAATGGATACA 

p ACTATTTGGATTGGTACCTGCAGAAGCCAGGGCAGTCTCCACAACTCCTGATC 

j°i 25 TATTTGGGTTCTAATCGGGCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGTGG 

O ATCAGGCACAGATTTTACACTGAAAATCAGCAGAGTGGAGGCTGACGATGTT 

'N GGGGTTTATTACTGCATGCAAGCTCTACAATCTCTCATGTGCAGTTTTGGCCA 

0 GGGGACCAAGCTGGAGATCAAAC (SEQ ID NO:72) 
ill 

30 D - Cur2 1.29 light chain protein sequence 

DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQKPGQSPQLLIYLG 
SNRASGVPDRFSGSGSGTDFTLKISRVEADDVGVYYCMQALQSLMCSFGQGTKL 
EIK (SEQ ID NO:30) 

35 
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A - Cur2 1.33 heavy chain nucleotide sequence 

CAGGTTCAGCTGGTGCAGTCGGGAGCTGAGGTGAAGAAGCCTGGGGCCTCAG 

TGAAGGTCTCCTGCAAGGCTTCTGGTTACACCTTTACCAGCTATGGTATCAGC 

TGGGTGCGACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGATGGATCAGCG 

CTTACAATGGTAACACAAACTATGCACAGAAGCTCCAGGGCAGAGTCACCAT 

GACCACAGACACATCCACGAGCACAGCCTACATGGAGCTGAGGAGCCTGAG 

ATCTGACGACACGGCCGTGTATTACTGTGCGAGAGATCATTACTATGATAGT 

AGTGATTATCTCTACTACTACTACGGTTTGGACGTCTGGGGCCAAGGGACCAC 

GGTCACCGTCTCCTCAG (SEQ ID NO:73) 

B ~ Cur2 1.33 heavy chain protein sequence 

QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYGISWVRQAPGQGLEWMGWISA 
YNGKTNYAQKLQGRVTMTTDTSTSTAYMELRSLRSDDTAVYYCARDHYYDSS 
D YLY Y Y YGLD VWGQGTT VT VS S (SEQ ID NO:31) 

C - Cur2 1 .33 light chain nucleotide sequence 

GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 

AGTCACCATCACTTGCCGGGCGAGTCAGGGCATTAGCAATTATTTAGCCTGGT 

ATCAGCAGAAACCAGGGAAAGTTCCTAAGCTCCTGATCTATGCTGCATCCAC 

TTTGCAATCAGGGGTCCCATCTCGGTTCAGTGGCAGTGGATCTGGGACAGATT 

TCACTCTCACCATCAGCAGCCTGCAGCCTGAAGATGTTGCAACTTATTACTGT 

CAAAAGTATAACAGTGCCCCGCTCACTTTCGGCGGAGGGACCAAGGTGGAGA 

TCAAAC (SEQ ID NO:74) 

D - Cur2 1.33 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGISNYLAWYQQKPGKVPKLLIYAASTLQ 
SGVPSRFSGSGSGTDFTLTISSLQPEDVATYYCQKYNSAPLTFGGGTKVEIK (SEQ 
ID NO:32) 
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A ~ Cur2 1.38.1 heavy chain nucleotide sequence 

5 CAGGTGCAGCTGGTGGAGTCGGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCC 
TGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGTAGCTATGGCATGCAC 
TGGGTCCGCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAATTATATGGT 
ATGATGGAAATGATAAATACTATGCAGACTCCGTGAAGGGCCGCTTCACCGT 
CTCCAGAGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTGAGA 

10 GCCGAGGACACGGCTGTGTATTACTGTGCGAGAGGATATTACTATGATAGTA 
GTGATTATCTCTACTACTACTACGGTATGGACGTCTGGGGCCAAGGGACCAC 
GGTCACCGTCTCCTCAG (SEQ ID NO:75) 

B — Cur2 1.38.1 heavy chain protein sequence 

15 

M QVQLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGKGLEWVAIIWY 
5 DGNDKYYADSVKGRFTVSRDNSKNTLYLQMNSLRAEDTAVYYCARGYYYDSS 
5 DYLYYYYGMDVWGQGTTVTVSS (SEQ ID NO:33) 

u 

p 20 C - Cur2 1.38.1 light chain nucleotide sequence 

oi 

H GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 

7 AGTCACCATCACTTGCCGGGCGAGTCAGGGCATTAGCAATTATTTAGCCTGGT 

p ATCAGCAGAAACCAGGGAAAGTTCCTAACCTCCTGATCTATGCTGCATCCAC 
M 25 TTTGCAATCAGGGGTCCCATCTCGGTTCAGTGGCAGTGGATCTGGGACAGATT 

C) TCTCTCTCACCATCAGCAGCCTGCAGCCTGAAGATGTTGCAGCTTATTACTGT 

y CAAAAGTGTAACAGTGCCCCGTGGACGTTCGGCCAAGGGACCACGGTGGAG 

]p ATCAAAC (SEQ ID NO:76) 

30 D ~ Cur2 1.38.1 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGISNYLAWYQQKPGKVPNLLIYAASTLQ 
SGVPSRFSGSGSGTDFSLTISSLQPEDVAAYYCQKCNSAPWTFGQGTTVEIK (SEQ 
IDNO.-34) 

35 
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Figure 14 



A — Cur2 1.39.1 heavy chain nucleotide sequence 

5 GAGGTGCAGCTGGTGCAGTCGGGAACAGAGGTGAAAAAGCCCGGGGAGTCT 
CTGAAGATCTCCTGTAAGGGTTCTGGATACAGGTTTACCAGCTACTGGATCGG 
CTGGGTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTAT 
CCTGGTGACTCTGATACCAGATACAGCCCGTCCTTCCAAGGCCAGGTCACCA 
TCTCAGCCGACAAGTCCATCAGCACCGCCTACCTGCAGTGGAGCAGCCTGAA 

10 GGCCTCGGACACCGCCATGTATTACTGTGCGAGACATGGATCGTATTACTATA 
ATTCGGGGAGTTATTATAACGTCTTTGACTACTGGGGCCAGGGAACCCTGGTC 
ACCGTCTCCTCAG (SEQ ED NO:77) 

B — Cur2 1.39.1 heavy chain protein sequence 

h EVQLVQSGTEVKKPGESLKISCKGSGYRFTSYWIGWVRQMPGKGLEWMGnYPG 

5 DSDTRYSPSFQGQVTISADKSISTAYLQWSSLKASDTAMYYCARHGSYYYNSGS 

j= Y YN VFD YWGQGTLVT VS S (SEQ ID NO:35) 

M 

m 20 C - Cur2 1.39.1 light chain nucleotide sequence 

01 

GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 

L AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 

li TATCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 

|« 25 GTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 

!:1 ATTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 

q GTCTACAGCATAATAGTTACCCGTGGACGTTCGGCCAAGGGACCAAGGTGGA 

?1j AATCAAAC (SEQ ID NO:78) 

30 D - Cur2 1.39.1 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKRLiYAASSLQ 
SGVPSRFSGSGSGTEFTLTISSLQPEDFATYYCLQHNSYPWTFGQGTKVEIK (SEQ 
ID NO:36) 
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Figure 15 

A ~ Cur2 1.40.1 heavy chain nucleotide sequence 

5 CAGGTGCAGCTGGTGCAGTCGGGGGCTGAGGTGAAGAAGCCTGGGGCCTCA 
GTGAAGGTCTCCTGCAAGGCTTCTGGATACACCTTCACCACTTATGATATCAA 
CTGGGTGCGACAGGCCACTGGACAAGGGCTTGAGTGGATGGGATGGATGAA 
CCCTAACAGTGGTAACACAGGCTATGCACAGAAGTTCCAGGGCAGAGTCACC 
ATGACCAGGAACACCTCCCTAAGCACAGCCTACATGGAGCTGAGCAGCCTGA 
10 GATCTGAGGACACGGCCGTGTATTACTGTGCGAGAGATATTGTAGTGGTGGT 
AGCTGCTACCAACTACTACAACGGTATGGACGTCTGGGGCCAAGGGACCACG 
GTCACCGTCTCCTCAG (SEQ ID NO:79) 

B ~ Cur2 1.40.1 heavy chain protein sequence 

15 

!:: QVQLVQSGAEVKKPGASVKVSCKASGYTFTTYDINWVRQATGQGLEWMGWM 
hi NPNSGNTGYAQKFQGRVTMTRNTSLSTAYMELSSLRSEDTAVYYCARDIVVVV 
A ATN Y YNGMD VWGQGTT VT VS S (SEQ ID NO: 37) 

'?= 
|.i 

03 20 

01 
S3 

O 

o 

~4 
Q 

m 
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Figure 16 

A — Cur2 1.45 heavy chain nucleotide sequence 

5 CAGGTGCAGCTGGTGCAGTCGGGGGCTGAGGTGAAGAAGCCTGGGGCCTCA 
GTGAAGGTCTCCTGCAAGGCTTCTGGATACACCTTCACCAGTTATGATATCAA 
CTGGGTGCGACAGGCCACTGGACAAGGGCTTGAGTGGATGGGATGGATGAA 
CCCTAACAGTGGTAACACAGGCTATGCACAGAAGTTCCAGGGCAGAGTCACC 
ATGACCAGGAACACCTCCATAAGCACAGCCTACATGGAGCTGAGCAGCCTGA 

10 GATCTGAGGACACGGCCGTGTATTACTGTGCGAGAGGCAGTGGATACAGCTA 
TGGTTACGACTACTACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTC 
ACCGTCTCCTCAG (SEQ ID NO:80) 

B — Cur2 1.45 heavy chain protein sequence 

L QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYDINWVRQATGQGLEWMGWM 
j-f NPNSGNTGYAQKFQGRVTMTRNTSISTAYMELSSLRSEDTAVYYCARGSGYSYG 
jj YDYYYGMDVWGQGTTVTVSS (SEQ ID NO:38) 

P 

pi 20 C -- Cur2 1.45 light chain nucleotide sequence 

ill 

Q GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 
AGTCACCATCAATTGCCGGGCGAGTCAGGGCATTAGCAATGATTTAGCCTGG 

P TATCAGCAGAAACCAGGGAAAGTTCCTAAGCTCCTGATCTATGCTGCATCCA 

!:i 25 CTTTGCAATTAGGGGTCCCATCTCGGTTCAGTGGCAGTGGATCTGGGACAGAT 

t{ TTCACTCTCACCATCAGCAGCCTGCAGCCTGAAGATGTTGCAACTTATTACTG 

pJ TCAAAAGTATAACAGTGCCCCATTCACTTTCGGCCCTGGGACCAAAGTGGAT 

|] ATCAAAC (SEQ ID NO:81) 

30 D - Cur2 1.45 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTINCRASQGISNDLAWYQQKPGKVPKLLIYAASTLQ 
LGVPSRFSGSGSGTDFTLTISSLQPEDVATYYCQKYNSAPFTFGPGTKVDIK (SEQ 
ID NO:39) 

35 



ABX-Cur2 pat app.l 



-94- 



Figure 17 



A -- Cur2 1.46.1 heavy chain nucleotide sequence 

5 CAGGTGCAGCTGGTGCAGTCGGGGGCTGAGGTGAAGAAGCCTGGGGCCTCA 
GTGAAGGTCTCCTGCAAGGCTTCTGGATACTCCTTCACCAGTTATGATATCAA 
CTGGGTGCGACAGGCCACTGGACAAGGGCTTGAGTGGATGGGATGGATGAA 
CCCTAACAATGGTAACACAGGCTATGCACAGAAGTTCCAGGGCAGAGTCACC 
ATGACCAGGAACACCTCCATAAGCACAGCCTACATGGAGCTGAGCAGCCTGA 
10 GATCTGAGGACACGGCCGTGTATTACTGTGCGAGAGATATTGTAGTGGTGGT 
AACTGCTACGGACTACTACTACGGTATGGACGTCTGGGGCCAAGGGACCACG 
GTCACCGTCTCCTCAG (SEQ ID NO: 82) 

B ~ Cur2 1.46.1 heavy chain protein sequence 

15 

u QVQLVQSGAEVKKPGASVKVSCKASGYSFTSYDINWVRQATGQGLEWMGWM 

P NPNNGNTGYAQKFQGRVTMTRNTSISTAYMELSSLRSEDTAVYYCARDIVVVVT 

O ATDYYYGMDVWGQGTTVTVSS (SEQ ID NO:40) 

f 

jj* 20 C - Cur2 1.46.1 light chain nucleotide sequence 

ffi GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 
AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 

h TATCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATTTTTGCTGCATCCA 

y. 25 GTTTGCCAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 

Q ATTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 

L 4 GTCTACAGCATAGTGGTTACCCTCCGACGTTCGGCCAAGGGACCAAGGTGGA 

13 AATCAAAC (SEQ ID NO: 83) 
IU 

30 D -- Cur2 1.46.1 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKRLIFAASSLPS 
GVPSRFSGSGSGTEFTLTISSLQPEDFATYYCLQHSGYPPTFGQGTKVEIK (SEQ ID 
NO:41) 

35 
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Figure 18 



A - Cur2 1.48.1 heavy chain nucleotide sequence 

5 CAGGTTCAGCTGGTGCAGTCGGGAGCTGAGGTGAAGAAGCCTGGGGCCTCAG 
TGAAGGTCTCCTGCAAGGCTTCTGGTTACACCTTTACCAGCTATGGTATCAGC 
TGGGTGCGACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGATGGATCAGCG 
CTTACAATGGTAACACAAACTATGCACAGAAGCTCCAGGGCAGAGTCACCAT 
GACCACAGACACATCCACGAGCACAGCCTACATGGAGCTGAGGAGCCTGAG 
10 ATCTGACGACACGGCCGTGTATTACTGTGCGAGAGATGTTGAATATTACTATG 
ATGGTAGTGGTTATTACTACTTTGACTACTGGGGCCAGGGAACCCTGGTCACC 
GTCTCCTCAG (SEQ ID NO:84) 

B ~ Cur2 1.48.1 heavy chain protein sequence 

u 15 

' n QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYGISWVRQAPGQGLEWMGWISA 
S YNGNTNYAQK1QGRVTMTTDTSTSTAYMELRSLRSDDTAVYYCARDVEYYYD 
1; GSGYYYFDYWGQGTLVTVSS (SEQ ID NO:42) 

03 20 C - Cur2 1 .48. 1 light chain nucleotide sequence 

ill 

□ GACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAG 
1 AGTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGG 
] : ? TATCAGCAGAAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCA 

£ 25 TTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 
H TTTCACTCTCACCATCAGCAGCCTGCAGCCTGAGGATTTTGCATCTTACTATT 
p GTCAACAGTCTAACAGTTTCCCTCGGACGTTCGGCCAAGGGACCAAGGTGGA 
jij GATCAAAC (SEQ ID NO: 85) 

30 D ~ Cur2 1.48.1 light chain protein sequence 

DIQMTQSPSSVSASVGDRVTITCRASQGISSWLAWYQQKPGKAPKLLIYAASILQ 
SGVPSRFSGSGSGTDFTLTISSLQPEDFASYYCQQSNSFPRTFGQGTKVEIK (SEQ 
ID NO:43) 

35 
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Figure 19 



A ~ Cur2 1.49.1 heavy chain nucleotide sequence 

5 CAGGTGCAGCTGGTGCAGTCGGGGGCTGAGGTGAAGAAGCCTGGGGCCTCA 
GTGAAGGTCTCCTGCAAGGCTTCTGGATACACCTTCACCAGTTATGATATCAA 
CTGGGTGCGACAGGCCACTGGACAAGGGCTTGAGTGGATGGGATGGATGAA 
CCCTAACAGTGGTGACACAGGCTATGCACAGAAGTTCCAGGGCAGAGTCACC 
ATGACCAGGAACACCTCCATAAGCACAGCCTACATGGAGCTGAGCAGCCTGA 
10 GATCTGAGGACACGGCCGTGTATTTCTGTGCGAGAATGAGGGATATAGTGGC 
TACGAGCTATTACTACTACTTCTACGGTATGGACGTCTGGGGCCAAGGGACC 
ACGGTCACCGTCTCCTCAG (SEQ ID NO:86) 

B ~ Cur2 1.49.1 heavy chain protein sequence 

15 

M QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYDINWVRQATGQGLEWMGWM 

□ NPNSGDTGYAQKFQGRVTMTRNTSISTAYMELSSLRSEDTAVYFCARMRDIVAT 

□ S Y Y Y YFYGMD VWGQGTT VTVS S (SEQ ID NO:44) 

20 C ~ Cur2 1.49.1 light chain nucleotide sequence 

m 

m GATATTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCC 

7 GGCCTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCATAGTAATGGATACA 

Q ACTATTTGGATTGGTACCTGCTGAAGCCAGGGCAGTCTCCACAGCTCCTGATC 

M 25 TATTTGGGTTCTAGTCGGGCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGTGG 

□ ATCAGGCACAGATTTTACACTGAAAATCAGCAGAGTGGAGGCTGAGGATGTT 
^ GGGGTTTATTACTGCATGCAAACTCTACAAACTATCACCTTCGGCCAAGGGA 
jJ3 CACGACTGGAGATTAAAC (SEQ ID NO:87) 

30 D ~ Cur2 1 .49. 1 light chain protein sequence 

DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLLKPGQSPQLLIYLG 
SSRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQTLQTITFGQGTRLEIK 
(SEQ ID NO:45) 

35 
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Figure 20 



A ~ Cur2 1.51 heavy chain nucleotide sequence 

5 GAGGTGCAGCTGGTGCAGTCGGGAGCTGAGGTGAAAAAGCCCGGGGAGTCT 
CTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGG 
CTGGGTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTAT 
CCTGGTGACTCTGATGCCAAATACAGCCCGTCCTTCCAAGGCCAGGTCACCA 
TCTCAGCCGACAAGTCCATCAGCACCGCCTACCTGCAGTGGAGCAGCCTGAA 

10 GGCCTCGGACACCGCCATGTATTACTGTGCGAGACACTATGATTACGTTTGGA 
GGAATTATCGGTATACAGGGTGGTTCGACCCCTGGGGCCAGGGAACCCTGGT 
CACCGTCTCCTCAG (SEQ ID NO: 88) 

B — Cur2 1.51.1 heavy chain protein sequence 

15 

M EVQLVQSGAEVKKPGESLKISCKGSGYSFTSYWIGWVRQMPGKGLEWMGIIYPG 
O DSDAKYSPSFQGQVTISADKSISTAYLQWSSLKASDTAMYYCARHYDYVWRNY 
O RYTGWFDPWGQGTLVTVSS (SEQ ID NO:46) 

jjj 20 C — Cur2 1.51.1 light chain nucleotide sequence 

m 

j-j GAAATTGTGTTGACGCAGTCTCCAGGCACCCTGTCTTTGTCTCCAGGGGAAAG 

r AGCCACCCTCTCCTGCAGGGCCAGTCAGAGTGTTAGCAGCAGCTACTTAGCC 

(3 TGGTACCAGCAGAAACCTGGCCAGGCTCCCAGGCTCCTCATCTATGGTGCAT 
U 25 CCAACAGGGCCACTGGCATCCCAGACAGGTTCAGTGGCAGTGGGTCTGGGAC 

D AGACTTCACTCTCACCATCAGCAGACTGGAGCCTGAAGATTTTGCAGTGTATT 

M ACTGTCAGCAGTATGGTAGCTCACTATTCACTTTCGGCCCTGGGACCAAAGTG 

t J GATATCAAAC (SEQ ED NO: 89) 

ill 

30 D ~ Cur2 1.51.1 light chain protein sequence 

EIVLTQSPGTLSLSPGERATLSCRASQSVSSSYLAWYQQKPGQAPRLLIYGASNRA 
TGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYGSSLFTFGPGTKVDIK (SEQ 
ID NO:47) 

35 
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Figure 21 



A — Cur2 6.4 heavy chain nucleotide sequence 

CAGGTGCAGCTGGTGCAGTCTGGGGCTGAGGTGAAGAAGCCTGGGGCCTCAG 
5 TGAAGGTCTCCTGCAAGGCTTCTGGATACACCTTCACCAGTTATGATATCAAC 
TGGGTGCGACAGGCCACTGGACAAGGGCTTGAGTGGATGGGATGGATAAAC 
CCTAATAGTGGTAACACAGACTATGCACAGAAGTTCCAGGGCAGAGTCACCA 
TGACCAGGGACACCTCCATAAGCACAGCCTACATGGAGCTGAGCAGCCTGAG 
ATCTGAGGACACGGCCATATATTATTGTGTGAGAGGCTTTGGATACAGCTAT 
10 AATTACGACTACTATTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCA 
CCGTCTCCTCAGT (SEQ ID NO:90) 



B - Cur2 6.4 heavy chain amino acid sequence 

R QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYDINWVRQATGQGLEWMGWIN 

Q 15 PNSGNTDYAQKFQGRVTMTRDTSISTAYMELSSLRSEDTAIYYCVRGFGYSYNY 

,P DYYYGMDVWGQGTTVTVSS (SEQ ID NO:48) 

U 

m 

fli C - Cur2 6.4 light chain nucleotide sequence 

0 GAAATTGTGTTGACGCAGTCTCCAGGCACCCTGTCTTTGTCTCCAGGGGAAAG 

L 20 AGCCACCCTCTCCTGCAGGGCCAGTCAGAGTGTTAGTAGTAGTTACTTAGCCT 

I"! GGTACCAGCAGAAGCCTGGCCAGGCTCCCAGGCTCCTCATCTATGCTACATC 

R CAGCAGGGCCACTGGCATCCCAGACAGGTTCAGTGGCAGTGGGTCTGGGACA 

5 GACTTCACTCTCACCATCAGCAGACTGGAGCCTGAAGATTTTGCAGTGTATTA 

p CTGTCAGCAGTATGGTAGTTCACCGTGCAGTTTTGGCCAGGGGACCAAGCTG 

pj 25 GAAATCAAGC (SEQ ID NO:91) 



D ~ Cur2 6.4 light chain amino acid sequence 

EIVLTQSPGTLSLSPGERATLSCRASQSVSSSYLAWYQQICPGQAPRLLIYATSSRA 
TGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYGSSPCSFGQGTKLEIK (SEQ 
30 ID NO:49) 
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Figure 22A 
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Figure 22B 
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Figure 23A 



Figure 23 



Section 1 

(1) i jo 20 29 £9 §1 

CUR2-1.6.1 HC (1) EVQI,VE8GSGLVKPGG3LRlSCAA3GPNFR^YNMHWVROAPGKGIEWVSSI 
VH3-21 (1) E VQL VESGGGLVKPGGSLRL SCAASGFTFS;3jYSMNWVRQAPGKGLEWV3 SI 
Consensus (1) EVQLVE3GGGLVKPGGSLRLSCAASGF F 3Y MNWVRQAP GKGLEWVS SI 

Section 2 

(52)5? 60 70 80 90 102 

CUR2-1.6.1_HC (52) S3SSSNIYYADSVKGRFTISRDNAKNSI.YLC.MHSIiRAEDTAVYYCARDIMI 

VH3-21 (52) S 3 S 3 SYIYYADS VKGRFT 1 3RD NAKHSL YLOMNSL RAE DTAVYYCAR 

Consensus (52) S33S3 IYYAD3VKGRFTISRDNAKN3LYI.QMNSLRAEDTAVYYCAR 

Section 3 

(103) 103 110 126 

CUR2-1.6.1JHC (103) tfggiiasfyfdywgqgtlvtvss 

VH3-21 (99) 

Consensus (103) 



Figure 23B 



Section 1 

(1) 1 ,10 20 30 $0 5J. 

CUR2-1.6.1. LC (1) DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGw'jBjQQKPGKAPKRLIYAA 
A30 (1) DIQMTQSPSSI,SASVSriP.VTITCRA3QGIRWr.iGWiQQKPGKAPKRiiyAA 
Consensus (1) DIQMTQSPSSLSASVGDRVTITCRA3QGIRNDLGWFQQKPGKAPKRI.IYAA 

Section 2 

(52) §2 60 70 80 90 102 

CUR2-1.6.1_LC (52) 3 3LQSGVPSRF3GSGSGTEFTLTIS8LQPEDFATYYCLQHW3YPLTFGGGT 

A30 (52) S3LQ3GVP3RFSGSGSGTEFTLTI33LQPEDFATYYCLOHIJSYP 

Consensus (52) 8 SLQSGVP SRF SGSGSGTEFTLTI 3SLQPEDFATYYCLQHNSYP 

Section 3 

(103) 103 107 
CUR2-1.6.1_LC (103) KVEIK 

A30 (96) 

Consensus (103) 
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Figure 24 



Figure 24A 



Section 1 

(1) 1 _D 20 30 40 51 

Cur2-1.11.1 HC (1) EVQLVESGGG1IQPGG3LRL3CAASGFTVSSNYM3WVRQAPGKGLEWVSVI 
VH3-53 (1) EVQLVE3GGGLIQPGGSLP.LSCAASGFTVSSNYMSWVRQAPGKGLEWVSVI 
Consensus (1) EVQLVE3GGGLIQPGGSLRLSCAASGFTVSSNYMSWVRQAPGKGLEWVSVI 

Section 2 

(52) 52 60 70 80 90 102 

CuO-1.11.1_HC (52) Y3GGSTYYAD3VKGRFTI3RDNSKNTLYLQMNSLRAEDTAVYYCAGTVTTN 

VH3-53 (52) Y3GGSTYYADaVKGRFTI3RDNSKNTLYLQMN3I.RAEDTAVYYCAR 

Consensus (52) Y3GGSTYYAD 3VKGRFTISRDN 3KNTLYLQMNSLRAEDTAVYYCA 



, . Cur2-1 .1 1 .1HC (103) YYYGMDVWGQGTT VTV3 3 

!== VH3-53 (98) 

|*J Consensus (103) 

□ 5 

=f: 

!; 

jii Figure 24B 

P 

q (1) 1 JO 20 30 40 51 

CUR2-1 11.1. LC (1) DIVMTQSPLSLPVTPGEPASISCP.SSQSLIQSMGYMYLDWYLQKEGQSPQL 
P 1 A19 (1) DIVMTQSPI.SLPVTPGSPASISCRS3Q3LI.H3NGYNYLDRTYLQKPGQ3POL 

j°j Consensus (1) DIVMTQSPLSLPVTPGEPASISCRSSQSLI. sngynyldwylqkpgqspql 

Section 2 

(52) 52 60 70 80 gg 102 

III CUR2-1.11.1_LC (52) LIYLG3MRASGVPDRFSGSGSGTDFTLK.ISRVEAEDVGVYYCMQALQTLTF 

ni A19 (52) LIYLGSNRASGVPDRFSGSGSGTDFTlKISRVEAEDVGVYYCMQAIiQTP-- 

Consensus (52) LIYLG3NRA3GVPDRF3GSG3GTDFTLKI3RVEAEDVGVYYCMQALQT 

Section 3 

(103) 103 111 

CUR2-1.11.1_LC (103) GGGTKVEIK 

A19 (101) 

Consensus (103) 
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Figure 25 



Figure 25A 



(1) QVQLVE3GGGVVQPGKSLRLSCAASGFTFS3YSMHUVRQAPGKGLEWVAVI 
(1) QVQLVESGGGVVQPGR3LP.L3CAASGFTF3SYGMHWVRQAPGKGLEWVAVI 
(1) QVQLVESGGGVVQPGKSLRL3CAA3GFTFSSYGMHWVRQAPGKGLEWVAVI 

Section 2 

(52) 52 60 70 80 90 102 

CR2-1.17.1_HC (52) WYDG3NKYYADSVKGRFTISRDNSF.MTLYLQMNSLRAEDTAVYYCARDQGY 

VH3-33 (52) WYDG3NKYYADSVKGRFTISRDN3F.MTLYLQMNSI.RAEDTAVYYCAP. 

Consensus (52) WYDGSNKYYAD 9VKGRFTI SRDN3KNTLYLQMN3LRAEDTAVYYCAR 

Section 3 

(103) 103 110 126 

CR2-1.17.1_HC (103) RYAGYYYDYGMD VWGQGTT VTVS 3 

VH3-33 (99) 

Consensus (103) 



Figure 25B 



Section 1 

(1)1 JO 20 30 40 52 

CR2-1.17.1 LC (1) DIQMTQSPS3LSA3VGDRVTITCRA3QGIRNDLGWYQQKPGKAPKRLIYAA3 
A30 (1) DIQMTQ3P3SLSASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKRLIYAAS 
Consensus (1) DIQMTQ3PS3L3A3VGDRVTITCRA3QGIRHDLGWYQQKPGKAPKRI.IYAA3 

Section 2 

(53) 53 60 70 B0 90 104 

CR2-1.17.1_LC (53) SLQSGVPSRFSGSG3GTEFTLTIS3LQPEDFATYYCLQHN3YPLTFGGGTKV 
A30 (53) 3LQ3GVP 3RFSGSG3GTEFTLTI 3 31QPEDFATYYCLQHN3YP 

Consensus (53) slqsgvpsrfsgsg3GTEFTLTISSlqpedfatyyci,qhnsyp 

Section 3 

(105) HDS7 
CR2-1.17.1_LC (105) EIK 
A30 (96) — - 
Consensus (105) 
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Figure 26 



Figure 26A 



CR2-1.18 HC (1) QVQLVQSGAEWKKPGASVKVSCKASGYTFTSYDIIWVRQATGQGLEWMGWHN 
VH1-8 (1) QVQLVQ8GAEVRKFGASVKVSCRA3GYTFTSYDINWVRQATGQGLBWMGWMN 
Consensus (1) QVQLVQSGAE VKKPGASVKVSCKASGYTFTSYDINWVRQATGQGLEWMGWMN 

Section 2 

(53) 53 60 70 80 90 104 

CR2-1.18_HC (53) pnsgntgyaqkfqgrvtmtrntsistaymelsslrsedtavyycaregiava 

VH1 -8 (53) PMS GN TGYAQKFQG R VTMT RNT SIS TAYMEL S SLRSED TAVYYCAR 

Consensus (53) pnsgntgyaqkfqgrvtmtrntsistaymelsslrsedtavyycar 
Section 3 



a CR2-1.18_HC(105) GTYYYYYGMDVWGQGTTVTVSS 

j« VH1-8(99) 

r'l Consensus (105) 

S 5 

m Figure 26B 
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? = f Section 1 

j=* (1) 1 JO 20 30 40 53 

III CR2-1.18 LC (1) DIQMTQSPSSL3ASVGDRVTITCRA3QGIRHDLGWYQQKPGKAPKRLIYAAS3 

, \ A30 (1) DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQKFGKAPKRIiIYAASS 

Consensus (1) DIQMTQSPSSISASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKRLIYAASS 

□ Section 2 

HI (541 54 60 70 80 90 106 

IW CR2-1.18_LC (54) LQSGVPSRFSGSGSGTEFTLTISSLQPEDFATYRCLQHHSYPFTFGPGTKVDI 

A30 (54) LQSGVPSRFSGSGSGTEFTLTISSIQPEDFATYYCLQHKSYP 

Consensus (54) I,Q3GVPSRF3GSGSGTEFTI,TI3SLQPEDFATYFCLQHN3YP 

Section 3 

(107) (TO7 
CR2-1.18_LC (107) K 
A30 (96) - 
is (107) 
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Figure 27 



Figure 27 A 



Section 1 

(1) 1 JO _0 ?0 40 52 

Cur2-l.19.1 he (1) qvqlvqssaevkkpgasvkvsckasgytftsydinwvrqatgqglewmgwmn 

VH1-B (1) QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYDINWVRQATGQGLEWMGWMN 
Consensus (1) QVQLVQ3GAEVKKPGASVKVSCKASGYTFT3YDINWVRQATGQGLEWMGWMN 

Section 2 

(53) 53 60 70 80 90 104 

Cur2-1.19.1_hc (53) PNSGNTGYAQKFQGRVTMTRNTSISTAYMELSSLRSEDTAVYYCARDVMITF 

VH1-8 (53) PNSGNTGYAQKFQGRVTMTRNT3ISTAYMEI.3SI,RSEDTAVYYCAR 

Consensus (53) PNSGNTGYAQKFQGRVTMTRNT3I3TAYMEL3SLRSEDTAVYYCAR 

Section 3 

(105) 105 ,110 126 

Cur2-1.19.1_hc (105) GGVIVHYGMDVWGQGTTVTVS3 

VH1-8 (99) 

Consensus (105) 



Figure 27B 



(1) 1 JO 20 _0 40 52 

Cur2-1.19.1 Ic (1) DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKP.ilYAAS 
A30 (1) DIQMTQ3P33LSA3VGDRVTITCRA3QGIRNDLGWYQQKPGKAPK.RLIYAA3 
Consensus (1) DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKRLIYAAS 

Section 2 

(53) 53 60 70 80 90 104 

Cur2-1.19.1_lc (53) SLQSGVPSRFSGSGSGTpjFTLTISSI.QPEDFATYYCLQHHSDPCSFGQGTKl 

A30 (53) 31QSGVP3RF3GSGSGT1FTLTISSLQPEDFATYYCLQHHSYP 

Consensus (53) SLQSGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCLQHNS p 

Section 3 

(105) 1H87 
Cut2-1.19.1_lc(105) eir 
A30 (96)--- 
Consensus (105) 
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Figure 28 



Figure 28A 



Section 1 

(1) i ig 20 3? 45 §i 

Cur2-1.23.1 HC (1) E VQL VQSGAE VKKPGE 3 LKI SCEGSGY3FT SYWIGWVRQMFGKGIiEWMGXI 
VH5-51 (1) E VQL VQ3GAE VKKPGE SLKISC KG SGYS FT SYWIGWVRQMPGKGLEWMGII 
Consensus (1) EVQLVQSGAEVKKPGESLKISC GSGYSFTSYWIGWVRQMPGKGLEWMGII 

Section 2 

(52) 52 60 70 80 90 102 

Cur2-1.23.1_HC (52) YPGD SDTRYSP SFQGQVTX SADK3X STAYLQWS SLKASDTAMYYCARHVSY 

VH5-51 (52) YPGD SDTRYSP SFQGQVTX SADKSI STAYLQWS SLKASDTAMYYCAR 

Consensus (52) YPGDSDTRYSPSFQGQVTI3ADK3JSTAYLQWSSI,KA3DTAMYYCAR 

Section 3 

(103) 103 ,1 10 126 

Cur2-1.23.1_HC (103) YYVSG3YYNVFDYWGQGTLVTVSS 

VH5-51 (99) 

Consensus (103) 



Figure 28B 



Section 1 

(1) 1 ,10 20 3J £0 5_1 

Cur2-1.23.1. LC (1) diqmtqspsslsasvgdrvtitcrasqgirndlgwyqqipgkapkrliyaa 
A30 (1) diqmtgspsslsasvgdrvtitcrasqgirhdlgwyqqkpgkapkrliyaa 
Consensus (1) DIQMTQSPS91 sas vgdrvtitcrasqgirndlgwyqq pgkapkrliyaa 

Section 2 

(52) 52 60 70 80 90 102 

Cur2-1.23.1_LC (52) SSLQRGVP3RFSGSGSGTEFTLTIS3LQPEDFATYYCLQHNSYPWTFGQGT 

A30 (52) SSLGSGVPSRF3GSGSGTEFTLTIS3LQPEDFATYYCLQHN3YP 

Consensus (52) 3SLQ GVP3RFSGSGSGTEFTLTISS:LQPEDFATYYC1QHNSYP 

Sections 

(103) 103 107 
Cur2-1.23.1_LC(103) KVEIK 

A30 (96) 

Consensus (103) 
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Figure 29 



Figure 29A 



(1) 1 JO 25 30 £Q |l 

CR2-1.24.1 HC (1) QVQLVESGGGVVQPGRSLRLSCAASGFjsjFSSYGMHWVRQAPGKGLEWVADI 
VH3-33 (1) QVQLVESGGGVVQPGRSLRLSCAASGFP5FSSYGMHWVRQAEGKGLEWVAVI 
Consensus 5) QVQLVESGGGVVQPGR3LRLSCAA3GFSFSSYGMHWVRQAPGKGI,EWVA I 

Section 2 

(52) 52 60 70 80 90 102 

CR2-1.24.1_HC (52) wydgsnkyyadsvkgrftisrdnskntlylqmmslraedtavyycardqgy 

VH3-33 (52) WYDGSNKYYADSVKGRFTISRDNSKMTLYLQMNSLRAEDTAVYYCAP. 

Consensus (52) WYDGSNKYYADSVKGRFTISRDMSKNTLYIQMNSLRAEDTAVYYCAR 

Section 3 

(103) 103 ,110 126_ 

CR2-1.24.1_HC (103) 3YGYVYYDYGMDVWGQGTTVTVSS 

VH3-33 (99) 

Consensus (103) 



Figure 29B 



Section 1 

(1)1 JO 20 30 40 52 

CR2-1.24.1 LC (1) DIQMTQ3P3SLSASVGDRVTITCRASQGIRND1GWYQQKPGKAPKRLIYAAS 
A30 (1) DIQMTQ3P3 3L3ASVGDRVTITCRA3QGIRKDLGWYQQKPGKAEKRLIYAA3 
Consensus (1) DIQMTQ3P3 3L3A3VGDRVTITCRA3QGIRNDLGWYQQKPGKAPKRLIYAA3 

— Section 2 

153) 53 60 70 §0 90 104 

CR2-1.24.1_LC (53) slqsgvpsrfsgsgsgteftltisslqpedfatyyclqhnsypwtfgqgtkv 

A30 (53) SLQSGVP 3RF 3G3G3GTSFTLTIS SLOPED FATYYCLQHNSYP 

Consensus (53) SLQSGVP SRF SGSGSGTEFTLTI 3 SLQPED FATYYCLQHJJSYP 

Section 3 

(105) IMP 
CR2-1.24.1_LC (105) EIK 
ABO (96) - — 
Consensus (105) 
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Figure 30 



Figure 30 A 



(1)1 _3 20 30 £0 51 

VH5-51 (1) EVQLVQ3GAEVKKPGE3LKISCKGSGY3FT3YWIGWVRQMPGKGLEWMGII 
CR2-1.25.1_HC (1) EVQLVQSGAEVKKPGESLKISCKGSGYRFTSYWIGWVRQMFGKGLEWMGII 
Consensus (1) EVQLVQ3GAEVKKPGE3LRISCKGSGY FTSYWIGWVRQMPGKGLEWMGII 

Section 2 
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Figure 31 
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Figure 32 
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Figure 35 



Figure 35A 
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Figure 37 
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Figure 38 



Figure 38A 
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Figure 39 A 
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Figure 40 



Figure 40A 
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Figure 54 
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Figure 56 
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Figure 57 
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